INTRODUCTION
4 member of the filamentous hemagglutinin family, and the gene hecB encoding for a 66 hemolysin activation protein (27) .
67
At present, there are no tools for the rapid and accurate detection of those genes, and 68 the distribution of those genes in A. butzleri strains, A. cryaerophilus and A. skirrowii strains 69 associated with human infection is not known. Therefore, the aims of the present study were 70 to develop PCR-based assays to detect those putative virulence genes and to assess their 71 presence in a set of 319 Arcobacter strains. for Microbiology (LMG), Ghent University (Ghent, Belgium) ( Table 1) . In this set, the A. introducing a gas mixture of 8% CO 2 , 8% H 2 and 84% N 2 into the jar. This incubation 83 atmosphere was used for all further Arcobacter cultivations.
84
Primer design and optimization of the PCR assays. Nine primer pairs were designed using Table 6 buffer and 1. 
184
Dendrograms were constructed using the unweighted pair group linkage analysis method 185 (UPGMA). For convenience, the correlation level was expressed as a percentage similarity.
186
As shown in previous studies, DNA patterns that differed in one or more DNA-fragments 187 were regarded as different genotypes (10,41). than 85% of the Arcobacter strains. In contrast, the genes hecA and hecB were less frequently 210 detected, and irgA was only detected in A. butzleri (Table 1) .
211
The specificity and sensitivity of the PCR assays were further evaluated by cell 212 suspension dot blot hybridization (Fig. 1) Arcobacters are currently not considered microorganisms of major public health concern, but 251 increasing data suggest that their significance in human infections may be underestimated.
252
Little is known about their pathogenic mechanisms or potential virulence factors. However, 253 several studies already described an adhesive, invasive and toxigenic capacity in vitro (8,20).
254
The mechanisms by which A. butzleri induces enteritis have been reported and comprise 
